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The published paper in your journal “Characterization of species C
human adenovirus serotype 6 (AdV6)”; Virology 412 (2011) 19–27,
has come into my attention. The ﬁber protein sequence alignment
of the human adenovirus species C (HAdV-C) described in the paper
was already done by us in the year 2004 (Adhikary et al. Journal
Clin. Pathol 2004;57:612–17). However, we have found some dissim-
ilarities in this article that we would like to bring to your attention
and state them as follows:
Number of motifs in HAdV-1 (human adenovirus type 1), HAdV-2,
HAdV-5, HAdV-6 ﬁber shaft
The primary sequence of theHAdV shaft consists of 15-residuepseu-
dorepeats or motifs. The repeats are characterized by conserved hydro-
phobic residues at positions 1, 3, 9 and 11, and a conserved proline or
glycine at position eight of the motif. Green et al. (EMBO Journal
1983;2:1357–65) predicted a secondary structure corresponding to
these repeats comprising two three-residue β-strands separated by
a ﬁve-residue turn containing the conserved proline or glycine, and
at the end a four-residue turn. In the above mentioned research
paper by Eric et al. 21 motifs were shown in case of HAdV-C1,
HAdV-C2 and HAdV-C5 and 18 motifs in case of HAdV-C6. But this
should have been 22 in case of HAdV-C1, HAdV-C2 and HAdV-C5
and 19 in HAdV-C6. We do not understand whether the authors
have made any error in organizing and counting the motifs. It is
well known that the knob of HAdV-C starts from theWTTPQP residue
(Green et al. EMBO Journal 1983;2:1357–65, Signas et al. Journal Virol
1985;53:672–78, Adhikary et al. Journal Clin. Pathol 2004;57:612–17).
But Eric et al. described that the knob started 15 residues earlier at the
GAIT residue. As a result there was reduction of 1 motif, that is, 21
motifs in HAdV-1, HAdV-2 and HAdV-5 and 18 motifs in HAdV-6
instead of 22 and 19 motifs, respectively.
Total amino acid (AA) residue count in HAdV-6 ﬁber gene
Total AA residue count in case of HAdV-C6 was shown to be 547
residues. But this should have been 528 residues long. Alignment0042-6822/$ – see front matter © 2011 Elsevier Inc. All rights reserved.
doi:10.1016/j.virol.2011.10.017ﬁgure of ﬁber protein given in the article also revealed 528 AA res-
idues. We do not understand whether they have applied a counting
system which is very different from the usual.
In the year 2004, we published the research article “Heterogeneity
of the ﬁber sequence in subgenus C adenoviruses” in the Journal of
Clinical Pathology; 2004; 57:612–617. In that study we described a
PCR method that ampliﬁed ﬁber genes of all the HAdV-C prototypes
in a single tube reaction. Our result showed that the size of amplicon
of HAdV-C6 was smaller than the other members of HAdV-C. In order
to elucidate the smaller size of the amplicon we sequenced the ﬁber
gene of prototype HAdV-C1 (adenoid 71) and HAdV-C6 (tonsil 99)
which was deposited in the GenBank under the accession number
AB125750 and AB125751 respectively. Alignment of predicted
amino acid of ﬁber protein of HAdV-C revealed that the shaft of
HAdV-C1, HAdV-C2 and HAdV-C5 were 22 motifs long whereas
motif 15 to 17 were absent in case of HAdV-C6. It was revealed that
smaller size of the amplicon was due to a shorter (19 motifs) shaft
in HAdV-C6. We concluded in our study that the shorter shaft of
HAdV-C6 may be responsible for a lower rate of infection.Arun Kumar Adhikary
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